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Fig • 1A 



1 C ACTC AC AC ACCTACGGAC AC ACGCTACTCTGGGAGGTGATTTGCGACTTAGCC AGGCCC 6 0 



6 1 CCAAAGCTGGGCTCCTGTAGGGAGAAAGTCTGCCCAGGTCCACATCCAAGCCTTCATCGT 12 0 



121 TTGTCCTCCGGGTTCTGGGATCCTGCTGGAAGAGGGGAGCTTCTGCAATGGGAGTTGCCA 180 
1 M G V A T 5 



181 CAACCCTGCAGCCCCCAACCACTTCCAAAACCTTGCAGAAGCAGCATCTAGAAGCAGTGG 240 
6 TLQPPTTSKTLQKQHLEAVG 25 



241 GCGCCTACCAATATGTGCTCACTTTCCTCTTCATGGGCCCTTTCTTCTCCCTTCTTGTCT 300 

26 AYQYVLTFLFMGPFF .SLLVF 45 

3 01 TTGTCCTCCTCTTCACGTCACTCTGGCCCTTCTCTGTTTTTTACTTGGTGTGGCTCTATG 3 60 

46 VLLFT SLWPF SVFYLVWLYV 65 



3 61 TGGACTGGGAC AC ACCC AACC AAGGTGGAAGGCGTTCGGAGTGGATAAGGAACCGGGC AA 420 
66 DWDTPNQGGRRSEWIRNRAI 85 



421 TTTGGAGACAACTAAGGGATTATTATCCTGTCAAGCTGGTGAAAACAGCAGAGCTGCCCC 480 
86 WRQLRDYYPVKLVKTAELPP 105 



4 81 CGGATCGGAACTACGTGCTGGGCGCCC ACCCTC ATGGGATC ATGTGTAC AGGCTTCCTCT 540 
106 DRNYVLGAHPHGIMCTGFLC 125 



541 GTAATTTCTCCACCGAGAGCAATGGCTTCTCCCAGCTCTTCCCGGGGCTCCGGCCCTGGT 600 
126 NFSTESNGFSQLFPGLRPWL 145 



601 TAGCCGTGCTGGCTGGCCTCTTCTACCTCCCGGTCTATCGCGACTACATCATGTCCTTTG 660 
146 AVLAGLFYLPVYRDYIM SFG 165 



6 61 GACTCTGTCCGGTGAGCCGCCAGAGCCTGGACTTCATCCTGTCCCAGCCCCAGCTCGGGC 72 0 
166 LCPVSRQSLDFILSQPQLGQ 185 



721 AGGCCGTGGTCATCATGGTGGGGGGTGCGCACGAGGCCCTGTATTCAGTCCCCGGGGAGC 780 
186 AVVIMVGGAHEALYSVPGEH 205 



7 81 ACTGCCTTACGCTCCAGAAGCGCAAAGGCTTCGTGCGCCTGGCGCTGAGGCACGGGGCGT 840 
206 CLTLQKRKGFVRLALRHGAS 225 



841 CCCTGGTGCCCGTGTACTCCTTTGGGGAGAATGACATCTTTAGACTTAAGGCTTTTGCCA 900 
226 LVPVYSFGENDIFRLKAFAT 245 



901 CAGGCTCCTGGCAGCATTGGTGCCAGCTCACCTTCAAGAAGCTCATGGGCTTCTCTCCTT 960 

246 GSWQHWCQLTFKKLm'gFSPC 265 

961 GCATCTTCTGGGGTCGCGGTCTCTTCTCAGCCACCTCCTGGGGCCTGCTGCCCTTTGCTG 1020 

266 IFWGRGLFSATSWGLLPFAV 285 
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Fig. IB 



1021 TGCCCATCACCACTGTGGTGGGCCGCCCCATCCCCGTCCCCCAGCGCCTCCACCCCACCG 1080 

286 PITTVVGRPIPVPQRLHPTE 305 

1081 AGGAGGAAGTC AATCACTATCACGCCCTCTACATGACGGCCCTGGAGCAGCTCTTCGAGG 1140 

306 EEVNHYHALYMTALEQLFEE 325 

1141 AGC AC AAGGAAAGC TGTGGGGTC C CCGCTTCC ACCTGCC TC ACCTTC ATC TAGGCCTGGC 12 00 

326 HKESCGVPASTCLTF I 341 



12 01 CGCGGCCTTTCGCTGAGCCCCTGAGCCCAAGGCACTGAGACCTCCACCCACTGTGGACTC 12 60 
12 61 C ATGCCTCC AATAAAAGGTAGTTCTGGGGCC AGCGC AGTGCCTCGTGCCTGTGATCCC AG 1320 



1321 C ACTTTGGGAGGCC AGGGTGGGAGGATCGTTTGAGCCC AGGAGTTGAAGACC AGCCTGGG 13 80 



13 81 C AAC AC AGTGAG AC TTC ATTTC T AC AAAAAAAAAAAAAAA 142 0 
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Fig* 2: Alignment of Predicted Human 
MGAT3 with its Homologues 
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Fig„3 Hydrophobic ity Analysis of 
MGAT3 




Amino Acids 
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Fig. 4 Expression of Recombinant MGAT3 



B. TLC MGAT Enzyme Assay 



A. Immunoblot with Anti-FLAG IgG 
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Fig .5 Time Course of Expression 



A. Immunoblot with Anti-FLAG IgG 
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B. TLC Enzyme Assay 
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Fig. 6 Substrate Concentration Curve 
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Fig. 7 Substrate Specificity 



A Monoacylglycerol Specificity 



B Acyf CoA Specificity 
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Fig .8 Relative Expression of MGAT3 in 
Normal Tissues 
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Fig. 9 Relative expression of MGAT3 in Crohn's 
and control Ileum 
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Fig. 10 MGAT3 Gene is Located on Chromosome 7q22.1 
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